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SEQUENCE LISTING 

<110> Haldeman, Betty A. 
Thayer, Edward C. 
Sheppard, Paul O. 

<120> ADIPOCYTE COMPLEMENT RELATED PROTEIN 
ZACRP3X2 

<130> 00-lllDl 

<150> US 10/012,605 
<151> 2001-12-07 

<150> US 60/254,019 
<151> 2000-12-07 

<160> 23 

<170> FastSEQ for Windows Version 4.0 

<210> 1 

<211> 957 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . . (957) 

<400> 1 

atg ctt tgg agg cag etc ate tat tgg caa ctg ctg get ttg ttt ttc 48 
Met Leu Trp Arg Gin Leu lie Tyr Trp Gin Leu Leu Ala Leu Phe Phe 
15 10 15 

etc cct ttt tgc ctg tgt caa gat gaa tac atg gag gtg age gga aga 96 
Leu Pro Phe Cys Leu Cys Gin Asp Glu Tyr Met Glu Val Ser Gly Arg 
20 25 30 

act aat aaa gtg gtg gca aga ata gtg caa age cac cag cag act ggc 144 
Thr Asn Lys Val Val Ala Arg lie Val Gin Ser His Gin Gin Thr Gly 
35 40 45 

cgt age ggc tee agg agg gag aaa gtg aga gag egg age eat cct aaa 192 
Arg Ser Gly Ser Arg Arg Glu Lys Val Arg Glu Arg Ser His Pro Lys 
50 55 60 

act ggg act gtg gat aat aac act tet aca gae eta aaa tec ctg aga 240 
Thr Gly Thr Val Asp Asn Asn Thr Ser Thr Asp Leu Lys Ser Leu Arg 
65 70 75 80 

cca gat gag eta ccg cac cec gag gta gat gae eta gee cag ate acc 288 
Pro Asp Glu Leu Pro His Pro Glu Val Asp Asp Leu Ala Gin lie Thr 
85 90 95 



aca ttc tgg ggc cag tet cca caa acc gga gga eta cec cca gae tgc 33 6 
Thr Phe Trp Gly Gin Ser Pro Gin Thr Gly Gly Leu Pro Pro Asp Cys 
100 105 110 

agt aag tgt tgt cat gga gae tac age ttt ega ggc tac caa ggc cec 384 
Ser Lys Cys Cys His Gly Asp Tyr Ser Phe Arg Gly Tyr Gin Gly Pro 
115 120 125 



cct ggg cca ccg ggc cct cct ggc att cca gga aac cat gga aac aat 
Pro Gly Pro Pro Gly Pro Pro Gly lie Pro Gly Asn His Gly Asn Asn 
130 135 140 



432 



2 



^gc aac aat gga gcc act ggt cat gaa gga gcc aaa ggt gag aag ggc 480 
Gly Asn Asn Gly Ala Thr Gly His Glu Gly Ala Lys Gly Glu Lys Gly 
145 150 155 160 

gac aaa ggt gac ctg ggg act cga ggg gag egg ggg cag cat ggc ccc 528 
Asp Lys Gly Asp Leu Gly Pro Arg Gly Glu Arg Gly Gin His Gly Pro 
165 . 170 175 

aaa gga gag aag ggc tac ccg ggg att cca cca gaa ctt cag att gca 576 
Lys Gly Glu Lys Gly Tyr Pro Gly lie Pro Pro Glu Leu Gin lie Ala 
180 185 190 

ttc atg get tct ctg gca acc cac ttc age aat cag aac agt ggg att 624 
Phe Met Ala Ser Leu Ala Thr His Phe Ser Asn Gin Asn Ser Gly lie 
195 200 205 

ate ttc age agt gtt gag acc aac att gga aac ttc ttt gat gte atg 672 
lie Phe Ser Ser Val Glu Thr Asn lie Gly Asn Phe Phe Asp Val Met 
210 215 220 

act ggt aga ttt ggg gcc cca gta tea ggt gtg tat ttc ttc ace ttc 720 
Thr Gly Arg Phe Gly Ala Pro Val Ser Gly Val Tyr Phe Phe Thr Phe 
225 230 235 240 

age atg atg aag cat gag gat gtt gag gaa gtg tat gtg tac ctt atg 768 
Ser Met Met Lys His Glu Asp Val Glu Glu Val Tyr Val Tyr Leu Met 
245 250 255 

cac aat ggc aac aca gte ttc age atg tac age tat gaa atg aag ggc 816 
His Asn Gly Asn Thr Val Phe Ser Met Tyr Ser Tyr Glu Met Lys Gly 
260 265 270 

aaa tea gat aca tec age aat cat get gtg ctg aag eta gcc aaa ggg 864 
Lys Ser Asp Thr Ser Ser Asn His Ala Val Leu Lys Leu Ala Lys Gly 
275 280 285 

gat gag gtt tgg ctg cga atg ggc aat ggc get etc eat ggg gac cac 912 
Asp Glu Val Trp Leu Arg Met Gly Asn Gly Ala Leu His Gly Asp His 
290 295 300 

caa egc ttc tec acc ttt gca gga ttc ctg etc ttt gaa act aag 957 
Gin Arg Phe Ser Thr Phe Ala Gly Phe Leu Leu Phe Glu Thr Lys 
305 310 315 



<210> 2 
<211> 319 
<212> PRT 

<213> Homo sapiens 



<400> 2 



Met 


Leu 


Trp 


Arg 


Gin 


Leu 


He 


Tyr 


Trp 


Gin 


Leu 


Leu 


Ala 


Leu 


Phe 


Phe 


1 








5 










10 










15 




Leu 


Pro 


Phe 


Cys 


Leu 


Cys 


Gin 


Asp 


Glu 


Tyr 


Met 


Glu 


Val 


Ser 


Gly 


Arg 








20 










25 










30 






Thr 


Asn 


Lys 


Val 


Val 


Ala 


Arg 


He 


Val 


Gin 


Ser 


His 


Gin 


Gin 


Thr 


Gly 






35 










40 










45 








Arg 


Ser 


Gly 


Ser 


Arg 


Arg 


Glu 


Lys 


Val 


Arg 


Glu 


Arg 


Ser 


His 


Pro 


Lys 




50 










55 










60 










Thr 


Gly 


Thr 


Val 


Asp 


Asn 


Asn 


Thr 


Ser 


Thr 


Asp 


Leu 


Lys 


Ser 


Leu 


Arg 


65 










70 










75 










80 


Pro 


Asp 


Glu 


Leu 


Pro 


His 


Pro 


Glu 


Val 


Asp 


Asp 


Leu 


Ala 


Gin 


He 


Thr 










85 










90 










95 




Thr 


Phe 


Trp 


Gly 


Gin 


Ser 


Pro 


Gin 


Thr 


Gly 


Gly 


Leu 


Pro 


Pro 


Asp 


Cys 



3 









inn 
X U U 










1 n 
X U J 










1 T n 
X X U 






'Ser 


Lys 


Cys 


Cys 


His 


Gly 


Asp 


Tyr 


Ser 


Phe 


Arg 


CjXy 


Tyr 


GXn 


Gly 


Pro 






± ± D 










Ton 
X z U 










Xz D 








Pro 


Gly 


Pro 


Pro 


Cjly 


Pro 


Pro 


Gly 


xxe 


Pro 


Gly 


Asn 


His 


Gly 


Asn 


Asn 




130 










lOD 










X4U 










Gly Asn 


Asn 


Cjxy 




rpl_ 

mr 


(jXy 


HXS 




CjXy 


Axa 


Lys 


(jXy 


(jlU 


Lys 


Gly 












IdU 










xoo 










loO 


Asp 


Lys 


O T •* »• 

(jiy 


Asp 


Leu 


Gly 


Pro 


Arg 


Gly 


Glu 


Arg 


Gly 


Gin 


His 


Gly 


Pro 










ICR 










X /U 










X /D 




Lys 


Gly 




Lys 


Gly 


Tyr 


Pro 


Gly 


lie 


Pro 


Pro 


Glu 


Leu 


Gin 


He 


TV T ^ 

Ala 








ion 
1 o U 










1 o c 
loD 










ly u 






Pne 


Met 


Ala 


Ser 


Leu 


TV 1 _ 

Ala 


Thr 


His 


Pne 


Ser 


Asn 


Gin 


Asn 


Ser 


Gly 


He 
















*-> A r\ 










o r» c 








He 


Pne 


Ser 


Ser 


val 


Glu 


Thr 


Asn 


lie 


Gly 


Asn 


Phe 


Pne 


Asp 


Val 


Met 




210 










215 










o o r\ 

220 










Thr 


Gly 


Arg 


Pne 


Gly 


Ala 


Pro 


Val 


Ser 


Gly 


Val 


Tyr 


Phe 


Phe 


Thr 


Phe 


225 










o o r\ 










o o c 

z35 










240 


Ser 


Met 


Met 


Lys 


His 


Glu 


Asp 


Val 


Glu 


Glu 


Val 


Tyr 


Val 


Tyr 


Leu 


Met 










o /I c: 










o c r\ 
z50 










o c c 
Z DD 




His 


Asn 


Gly 


Asn 


Thr 


Val 


Phe 


Ser 


Met 


Tyr 


Ser 


Tyr 


Glu 


Met 


Lys 


Gly 








n zT r\ 
Z D U 










2 65 










2 70 






Lys 


Ser 


Asp 


Thr 


Ser 


Ser 


Asn 


His 


Ala 


Val 


Leu 


Lys 


Leu 


Ala 


Lys 


Gly 






275 










280 










285 








Asp 


Glu 


Val 


Trp 


Leu 


Arg 


Met 


Gly 


Asn 


Gly 


Ala 


Leu 


His 


Gly 


Asp 


His 




290 










295 










300 










Gin 


Arg 


Phe 


Ser 


Thr 


Phe 


Ala 


Gly 


Phe 


Leu 


Leu 


Phe 


Glu 


Thr 


Lys 




305 










310 










315 













<210> 3 

<211> 1696 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (69) . . . (806) 

<400> 3 

cccgaggaga ccacgctcct ggagctctgc tgtcttctca gggagactct gaggctctgt 60 
tgagaatc atg ctt tgg agg cag etc ate tat tgg caa ctg ctg get ttg 110 
Met Leu Trp Arg Gin Leu He Tyr Trp Gin Leu Leu Ala Leu 
15 10 



ttt ttc etc act ttt tgc ctg tgt caa gat gaa tac atg gag tct cca 
Phe Phe Leu Pro Phe Cys Leu Cys Gin Asp Glu Tyr Met Glu Ser Pro 
15 20 25 30 



158 



caa ace gga gga eta cec cca gac tgc agt aag tgt tgt cat gga gac 
Gin Thr Gly Gly Leu Pro Pro Asp Cys Ser Lys Cys Cys His Gly Asp 
35 40 45 



206 



tac age ttt cga ggc tac caa ggc cec cct ggg cca ccg ggc cct cct 
Tyr Ser Phe Arg Gly Tyr Gin Gly Pro Pro Gly Pro Pro Gly Pro Pro 
50 55 60 



254 



ggc att cca gga aac cat gga aac aat ggc aac aat gga gee act ggt 
Gly He Pro Gly Asn His Gly Asn Asn Gly Asn Asn Gly Ala Thr Gly 
65 70 75 



302 



cat gaa gga gee aaa ggt gag aag ggc gac aaa ggt gac ctg ggg cct 
His Glu Gly Ala Lys Gly Glu Lys Gly Asp Lys Gly Asp Leu Gly Pro 
80 85 90 



350 



cga ggg gag egg ggg cag cat ggc cec aaa gga gag aag ggc tac ccg 
Arg Gly Glu Arg Gly Gin His Gly Pro Lys Gly Glu Lys Gly Tyr Pro 



398 



4 



95 100 105 110 

ggg att cca cca gaa ctt cag att gca ttc atg get tct ctg gca acc 446 
Gly lie Pro Pro Glu Leu Gin lie Ala Phe Met Ala Ser Leu Ala Thr 
115 120 125 

cac ttc age aat cag aac agt ggg att ate ttc age agt gtt gag acc 494 
His Phe Ser Asn Gin Asn Ser Gly lie lie Phe Ser Ser Val Glu Thr 
130 135 140 

aac att gga aac ttc ttt gat gtc atg act ggt aga ttt ggg gcc cca 542 
Asn lie Gly Asn Phe Phe Asp Val Met Thr Gly Arg Phe Gly Ala Pro 
145 150 155 

gta tea ggt gtg tat ttc ttc ace ttc age atg atg aag cat gag gat 590 
Val Ser Gly Val Tyr Phe Phe Thr Phe Ser Met Met Lys His Glu Asp 
160 165 170 

gtt gag gaa gtg tat gtg tac ctt atg cac aat ggc aac aca gtc ttc 638 
Val Glu Glu Val Tyr Val Tyr Leu Met His Asn Gly Asn Thr Val Phe 
175 180 185 190 

age atg tac age tat gaa atg aag ggc aaa tea gat aca tec age aat 686 
Ser Met Tyr Ser Tyr Glu Met Lys Gly Lys Ser Asp Thr Ser Ser Asn 
195 200 205 

cat get gtg ctg aag eta gcc aaa ggg gat gag gtt tgg ctg cga atg 734 
His Ala Val Leu Lys Leu Ala Lys Gly Asp Glu Val Trp Leu Arg Met 
210 215 220 

ggc aat ggc get etc cat ggg gae cac caa ege ttc tee acc ttt gca 782 
Gly Asn Gly Ala Leu His Gly Asp His Gin Arg Phe Ser Thr Phe Ala 
225 230 235 

gga ttc ctg etc ttt gaa act aag taaatatatg actagaatag etceaetttg 836 
Gly Phe Leu Leu Phe Glu Thr Lys 
240 245 

gggaagactt gtagetgagc tgatttgtta egatctgagg aacattaaag ttgagggttt 896 
tacattgetg tattcaaaaa attattggtt gcaatgttgt tcaegctaea ggtacaccaa 956 
taatgttgga caatteaggg gcteagaaga atcaaccaca aaatagtctt cteagatgae 1016 
ettgactaat atactcagea tctttatcac tetttccttg gcacctaaaa gataattctc 1076 
ctctgacgca ggttggaaat atttttttet ateacagaag tcatttgcaa agaattttga 1136 
ctactctgct tttaatttaa taccagtttt caggaacccc tgaagtttta agttcattat 1196 
tetttataac atttgagaga atcggatgta gtgatatgae agggctgggg caagaacagg 1256 
ggcactagct gccttattag ctaatttagt gccctccgtg ttcagcttag cctttgaccc 1316 
tttccttttg atecacaaaa tacattaaaa etctgaatte acataeaatg etattttaaa 1376 
gteaatagat tttagetata aagtgettga ceagtaatgt ggttgtaatt ttgtgtatgt 1436 
teeeeeaeat cgececeaac ttcggatgtg gggtcaggag gttgaggttc actattaaca 1496 
aatgtcataa atateteata gaggtacagt gecaatagat attcaaatgt tgeatgttga 1556 
ceagagggat tttatatetg aagaacatae aetattaata aataccttag agaaagattt 1616 
tgaeetgget ttagataaaa etgtggcaag aaaaatgtaa tgagcaatat atggaaataa 167 6 
acacaccttt gttaaagata 1696 

<210> 4 

<211> 219 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . . (219) 

<400> 4 

gtg age gga aga act aat aaa gtg gtg gca aga ata gtg caa age cac 48 
Val Ser Gly Arg Thr Asn Lys Val Val Ala Arg lie Val Gin Ser His 



5 



15 10 15 

cag cag act ggc cgt age ggc tec agg agg gag aaa gtg aga gag egg 96 
Gin Gin Thr Gly Arg Ser Gly Ser Arg Arg Glu Lys Val Arg Glu Arg 
20 25 30 

age cat cct aaa act ggg act gtg gat aat aac act tct aca gac eta 144 
Ser His Pro Lys Thr Gly Thr Val Asp Asn Asn Thr Ser Thr Asp Leu 
35 40 45 

aaa tec ctg aga eca gat gag eta ccg cac eee gag gta gat gac eta 192 
Lys Ser Leu Arg Pro Asp Glu Leu Pro His Pro Glu Val Asp Asp Leu 
50 55 60 

gee cag ate ace aca tte tgg ggc cag 219 
Ala Gin lie Thr Thr Phe Trp Gly Gin 
65 70 



<210> 5 
<211> 436 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (1) . . . (436) 

<400> 5 

ctg get ttg ttt ttc etc cct ttt tgc ctg tgt caa gat gaa tac atg 48 
Leu Ala Leu Phe Phe Leu Pro Phe Cys Leu Cys Gin Asp Glu Tyr Met 
1 5 10 15 

gag gtg age gga aga act aat aaa gtg gtg gea aga ata gtg caa age 96 
Glu Val Ser Gly Arg Thr Asn Lys Val Val Ala Arg lie Val Gin Ser 
20 25 30 

cac cag cag act ggc cgt age ggc tec agg agg gag aaa gtg aga gag 144 
His Gin Gin Thr Gly Arg Ser Gly Ser Arg Arg Glu Lys Val Arg Glu 
35 40 45 

egg age eat cct aaa act ggg act gtg gat aat aac act tct aca gac 192 
Arg Ser His Pro Lys Thr Gly Thr Val Asp Asn Asn Thr Ser Thr Asp 
50 55 60 

eta aaa tec ctg aga eca gat gag eta ccg cac eee gag gta gat gac 240 
Leu Lys Ser Leu Arg Pro Asp Glu Leu Pro His Pro Glu Val Asp Asp 
65 70 75 80 

eta gee cag ate ace aca ttc tgg ggc cag tct eca caa ace gga gga 288 
Leu Ala Gin lie Thr Thr Phe Trp Gly Gin Ser Pro Gin Thr Gly Gly 
85 90 95 

eta eee eca gae tgc agt aag tgt tgt eat gga gac tac age ttt ega 33 6 
Leu Pro Pro Asp Cys Ser Lys Cys Cys His Gly Asp Tyr Ser Phe Arg 
100 105 110 

ggc tac caa ggc ccc cct ggg eca ccg ggc cct cct ggc att eca gga 384 
Gly Tyr Gin Gly Pro Pro Gly Pro Pro Gly Pro Pro Gly lie Pro Gly 
115 120 125 

aae cat gga aac aat ggc aac aat gga gee act ggt cat gaa gga gee 432 
Asn His Gly Asn Asn Gly Asn Asn Gly Ala Thr Gly His Glu Gly Ala 
130 135 140 



aaa g 



436 



6 



Lys 
•145 



<210> 6 
<211> 391 
<212> PRT 

<213> Homo sapiens 



<400> 6 



Met 


vjiy 


Tyr 


Pro 


Glu 


Val 


Glu 


Arg 


± 








5 










Arg 


(jlU 


Arg 


Gly 


Ser 


Gin 


Gly 








o n 
z U 










Arg 


TV n 

Ala 


Gly 


Glu 


Gly Asn 


Ser 


Cys 
















40 


Leu 


Ser 


Leu 


TV 1 

Ala 


Leu 


His 


Leu 


Leu 




D U 










55 




Arg 


Ser 


(alU 


Leu 


Arg 


Arg 


Glu 


Arg 


b D 










70 






Ser 


vjiy 


Tnr 


Pro 


Gly Thr 


Ser Gly 










85 








Asp 


Pro 


Asp 


Ser 


Pro 


He 


Thr 


Ser 








inn 
lUU 












Cjin 


Pro 


Leu 


Glu 


Pro 


Gly Glu 






lie: 










12 0 


Asp 


Cjly 


His 


Gin 


Met 


Ala 


Leu 


Leu 




U U 










135 




Pro 


Tyr 


Ser 


CjlU 


Glu 


Glu 


Ser 


Arg 


1 /I c: 










150 






Lys 


Ser 


Asn 


Glu 


Gly Ala 


Asp 


Gly 










165 








Lys 


Lys 


Ala 


Gly 


Pro 


Pro 


Gly 


Pro 








ion 
loU 










Pro 


Pro 


Gly 


Pro 


Gin 


Gly 


Pro 


Pro 






ly D 










200 


Pro 


Gly 


Thr 


Thr 


Val 


Met 


Gly 


Pro 




Z lU 










215 




Pro 


Gin 


Gly 


Pro 


Pro 


Gly 


Leu 


Gin 


IOC 










230 






■TV 1 _ 

Ala 


Gly 


Tnr 


Arg 


Glu 


Asn 


Gin 


Pro 










245 








Gly 


Ser 


Ala 


lie 


Gin 


Val 


Lys 


Asn 








o c r\ 
2 b U 










Asp 


Trp 


Ser 


Arg 


He 


Thr 


Met 


Asn 






275 










280 


Arg 


Ser 


Gly 


Glu 


Leu 


Glu 


Val 


Leu 




290 










295 




Ser 


Gin 


Val 


Glu 


Val 


Tyr 


Tyr 


He 


305 










310 






Glu 


Val 


Val 


Val 


Asp 


Glu 


Lys 


Pro 










325 








Glu 


Thr 


Gly 


Lys 


Thr 


Asn 


Tyr 


Asn 








340 










Leu 


Leu 


Lys 


Ala 


Arg 


Gin 


Lys 


He 






355 










360 


He 


Ser 


He 


Asn 


Met 


Ser 


Lys 


His 




370 










375 




Leu 


Gly 


Glu 


Ala 


Pro 


Ala 


Ser 




385 










390 







Arg 


Glu 


Leu 


Leu 


Pro 


Ala 


Ala 


Ala 




10 










15 




Cys 


Gly 


Cys 


Gly 


Gly 


Ala 


Pro 


Ala 


25 










30 






Leu 


Leu 


Phe 


Leu 


Gly 


Phe 


Phe 


Gly 










45 








Thr 


Leu 


Cys 


Cys 


Tyr 


Leu 


Glu 


Leu 








60 










Gly Ala 


Glu 


Ser 


Arg 


Leu 


Gly 


Gly 






75 










80 


Thr 


Leu 


Ser 


Ser 


Leu 


Gly 


Gly 


Leu 




90 










95 




His 


Leu 


Gly 


Gin 


Pro 


Ser 


Pro 


Lys 


105 










T 1 rv 
110 






Ala 


Ala 


Leu 


His 


Ser 


Asp 


Ser 


Gin 










125 








Asn 


Phe 


Phe 


Phe 


Pro 


Asp 


Glu 


Lys 








140 










Arg 


Val 


Arg 


Arg 


Asn 


Lys 


Arg 


Ser 






155 










160 


Pro 


Val 


Lys 


Asn 


Lys 


Lys 


Lys 


Gly 




170 










175 




Asn 


Gly 


Pro 


Pro 


Gly 


Pro 


Pro 


Gly 


185 










190 






Gly 


He 


Pro 


Gly 


He 


Pro 


Gly 


He 










205 








Pro 


Gly 


Pro 


Pro 


Gly 


Pro 


Pro 


Gly 








220 










Gly 


Pro 


Ser 


Gly 


Ala 


Ala 


Asp 


Lys 






235 










240 


Ala 


Val 


Val 


His 


Leu 


Gin 


Gly 


Gin 




250 










255 




Asp 


Leu 


Ser 


Gly 


Gly 


Val 


Leu 


Asn 


265 










270 






Pro 


Lys 


Val 


Phe 


Lys 


Leu 


His 


Pro 










285 








Val 


Asp 


Gly 


Thr 


Tyr 


Phe 


He 


Tyr 








300 










Asn 


Phe 


Thr 


Asp 


Phe 


Ala 


Ser 


Tyr 






315 










320 


Phe 


Leu 


Gin 


Cys 


Thr 


Arg 


Ser 


He 




330 










335 




Thr 


Cys 


Tyr 


Thr 


Ala 


Gly 


Val 


Cys 


345 










350 






Ala 


Val 


Lys 


Met 


Val 


His 


Ala 


Asp 










365 








Thr 


Thr 


Phe 


Phe 


Gly 


Ala 


He 


Arg 








380 











<210> 7 
<211> 957 
<212> DNA 

<213> Artificial Sequence 



7 



•<220> 

<223> Degenerate polynucleotide sequence encoding a 
zacrp3x2 polypeptide of SEQ ID NO: 2. 

<221> inisc_f eature 
<222> (1) . . . (957) 
<223> n = A, T, C or G 

<400> 7 

atgytntggm gncarytnat htaytggcar ytnytngcny tnttyttyyt nccnttytgy 60 
ytntgycarg aygartayat ggargtnwsn ggnmgnacna ayaargtngt ngcnmgnath 120 
gtncarwsnc aycarcarac nggnmgnwsn ggnwsnmgnm gngaraargt rnngngarmgn 180 
wsncayccna aracnggnac ngtngayaay aayacnwsna cngayytnaa rwsnytnmgn 240 
ccngaygary tnccncaycc ngargtngay gayytngcnc arathacnac nttytggggn 300 
carwsnccnc aracnggngg nytnccnccn gaytgywsna artgytgyca yggngaytay 3 60 
wsnttymgng gntaycargg nccnccnggn ccnccnggnc cnccnggnat hccnggnaay 42 0 
cayggnaaya ayggnaayaa yggngcnacn ggncaygarg gngcnaargg ngaraarggn 480 
gayaarggng ayytnggncc nmgnggngar mgnggncarc ayggnccnaa rggngaraar 540 
ggntayccng gnathccncc ngarytncar athgcnttya tggcnwsnyt ngcnacncay 600 
ttywsnaayc araaywsngg nathathtty wsnwsngtng aracnaayat hggnaaytty 660 
ttygaygtna tgacnggnmg nttyggngcn ccngtnwsng gngtntaytt yttyacntty 720 
wsnatgatga arcaygarga ygtngargar gtntaygtnt ayytnatgca yaayggnaay 780 
acngtnttyw snatgtayws ntaygaratg aarggnaarw sngayacnws nwsnaaycaiy 840 
gcngtnytna arytngcnaa rggngaygar gtntggytnm gnatgggnaa yggngcnytn 900 
cayggngayc aycarmgntt ywsnacntty gcnggnttyy tnytnttyga racnaar 957 

<210> 8 
<211> 31 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Aromatic motif 

<221> VARIANT 
<222> (2) ... (6) 

<223> Each Xaa is independently any amino acid residue 

<221> VARIANT 
<222> (7) . . . (7) 

<223> Each Xaa is asparagine or aspartic acid 



<221> VARIANT 
<222> (8) . . . (11) 

<223> Each Xaa is independently any amino acid residue 

<221> VARIANT 
<222> (12) . . . (12) 

<223> Xaa is phenylalanine, tyrosine, tryptophan or 
leucine 

<221> VARIANT 
<222> (13) ... (18) 

<223> Each Xaa is independently any amino acid residue 

<221> VARIANT 
<222> (20) . . . (24) 

<223> Each Xaa is independently any amino acid residue 

<221> VARIANT 
<222> (26) . . . (26) 

<223> Xaa is any amino acid residue 
<221> VARIT^STT 
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<222> (28) , . . (28) 

'<223> Xaa is any amino acid residue 

<221> VARIANT 
<222> (30) . , . (30) 

<223> Xaa is any amino acid residue 

<221> VARIANT 
<222> (31) . . . (31) 

<223> Xaa is phenyalanine or tyrosine 

<400> 8 

Phe Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa 

15 10 15 

Xaa Xaa Phe Xaa Xaa Xaa Xaa Xaa Gly Xaa Tyr Xaa Phe Xaa Xaa 
20 25 30 



<210> 9 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC21,195 
<400> 9 

gaggagacca taacccccga cag 23 

<210> 10 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC21,196 
<400> 10 

catagctccc accacacgat ttt 23 

<210> 11 
<211> 25 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Oligonucleotide primer ZC14,063 
<400> 11 

caccagacat aatagctgac agact 25 

<210> 12 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC17,574 
<400> 12 

ggtrttgctc agcatgcaca c 21 

<210> 13 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
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•<220> 

<223> Oligonucleotide primer ZC17,600 



<400> 13 

catgtaggcc atgaggtcca ccac 



24 



<210> 14 
<211> 84 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC23,989 
<400> 14 

tcactaccgg gcgtattttt tgagttatcg agattttcag gagctaagga agctaaaatg 60 
gccaagttga ccagtgccgt tccg 84 

<210> 15 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC23,899 



<210> 16 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC23,898 
<400> 16 

ccttctcacc tttggctcct tea 23 

<210> 17 
<211> 24 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC23,899 



<210> 18 
<211> 23 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC38,824 
<400> 18 

agggagactc tgaggctctg ttg 23 

<210> 19 
<211> 23 
<212> DNA 



<400> 15 

actgctggct ttgtttttcc tccc 



24 



<400> 17 

actgctggct ttgtttttcc tccc 



24 



<213> Artificial Sequence 

<220> 

<223> Oligonucleotide primer ZC38,825 
<400> 19 

gctcagctac aagtcttccc caa 

<210> 20 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC21,909 

<400> 20 

catggcccca aaggagag 

<210> 21 
<211> 20 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC20,838 

<400> 21 

aatgttggtc tcaacactgc 

<210> 22 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Oligonucleotide primer ZC21,913 
<400> 22 

tgaccagagg gattttat 

<210> 23 
<211> 18 
<212> DNA 

<213> Artificial Sectuence 
<220> 

<223> Oligonucleotide primer ZC21,914 
<400> 23 

ttgccacagt tttatcta 



